Key indicators: single-crystal X-ray study; T = 120 K; mean (C-C) = 0.007 Å; R factor = 0.038; wR factor = 0.110; data-to-parameter ratio = 18.1.
In the title compound, [CuI(C 12 H 9 BrN 2 )(C 18 H 15 P)], the Cu I ion is bonded to one I atom, one triphenylphosphane P atom and two N atoms of the diimine ligand in a distorted tetrahedral geometry. The Schiff base acts as a chelating ligand and coordinates to the Cu I atom via two N atoms. In the diimine ligand, the dihedral angle between the pyridine and bromophenyl rings is 19.2 (2) . In the crystal, molecules are connected by -stacking interactions between inversionrelated pyridine rings [centroid-centroid distance = 3.404 (3) Å ].
Related literature
For related structures and their applications, see: Dehghanpour et al. (2006 Dehghanpour et al. ( , 2008 ; Saha et al. (2010 Saha et al. ( , 2011a ; Habibi et al. (2007) ; Morshedi et al. (2009); Al-Fayez et al. (2007) ; Kickelbick et al. (2003) ; Massa et al. (2009) ; Chen et al. (2012) ; Roy et al. (2011) . For standard bond lengths, see: Allen et al. (1987) .
Experimental
Crystal data [CuI(C 12 The coordination chemistry of copper(I) complexes with bidentate diimine ligands, such as bipyridine and phenanthroline, has received much attention over the last decade due to the many applications of these complexes (Dehghanpour et al., 2006; Saha et al., 2010 Saha et al., , 2011a Saha et al., , 2011b Habibi et al., 2007) . Effort has been devoted to design and synthesis of new Schiff base ligands to control the geometry and properties of copper(I) complexes (Morshedi et al., 2009 is a diimine and P is a phosphane (Massa et al., 2009; Dehghanpour et al., 2008; Chen et al., 2012; Roy et al., 2011) .
Although reports of copper(I) complexes are numerous, limited work has been done on mixed ligand copper(I) complexes of the type [Cu(Schiff base)PX] (X= Cl, Br, I) (Dehghanpour et al., 2006; Saha et al., 2010 Saha et al., , 2011a Saha et al., , 2011b Habibi et al., 2007; Morshedi et al., 2009; Al-Fayez et al., 2007; Kickelbick et al., 2003) . This study is a part of our ongoing efforts to synthesize and characterize copper(I) complexes with bidentate Schiff base ligands.
The molecular structure with the atom-numbering scheme is presented in Fig. 1 , and the bond lengths (Allen et al., 1987) and angles are generally normal. The copper(I) is coordinated by two nitrogen atoms of the bidentate Schiff-base ligand, one P atom of triphenylphosphane and one I atom. Although a tetrahedral geometry might be expected for a four coordinate copper(I) centre, the geometry around the copper(I) ion is distorted by the restricting bite angle N1-Cu1- 
Refinement
All hydrogen atoms were positioned geometrically and treated as riding on their parent atoms. The isotropic atomic displacement parameters of hydrogen atoms were evaluated as 1.2×U eq of the parent atom.
Computing details
Data collection: CrysAlis PRO (Agilent, 2010 ); cell refinement: CrysAlis PRO (Agilent, 2010) structure: JANA2006 (Petříček et al., 2006) ; molecular graphics: DIAMOND (Brandenburg & Putz, 2005) ; software used to prepare material for publication: JANA2006 (Petříček et al., 2006) .
Figure 1
Molecular structure of the title compound. Displacement ellipsoids are drawn at the 50% probability level. Special details Experimental. CrysAlisPro (Agilent, 2010) Empirical absorption correction using spherical harmonics, implemented in SCALE3 ABSPACK scaling algorithm.
Refinement. The refinement was carried out against all reflections. The conventional R-factor is always based on F. The goodness of fit as well as the weighted R-factor are based on F and F 2 for refinement carried out on F and F 2 , respectively. The threshold expression is used only for calculating R-factors etc. and it is not relevant to the choice of reflections for refinement. The program used for refinement, Jana2006, uses the weighting scheme based on the experimental expectations, see _refine_ls_weighting_details, that does not force S to be one. Therefore the values of S are usually larger than the ones from the SHELX program. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

